Grain number is an important trait for yield in rice. Several genes have been identified controlling grain and panicle number, which has direct or indirect effect on yield. Some genes play a key role for panicle formation and number of panicles per plant. The number of panicles per plant is directly regulating the grain number per plant. In present study, in silico approach was adopted for identifying differentially expressed genes associated with grain number and panicle number. Further, pathway enrichment analysis of these genes performed. The microarray data, GSE51616, downloaded from the GEO database originally submitted by Wang et al. (2014).Young leaves in vegetative stage (35-days old) and developing panicles (0.1cm) from fieldgrown OX-Ghd7HJ19 transgenic and wild-type plants with two biological replicates were used to isolate RNA for chip analysis.
